The nucleotide sequence of the 3'-terminal region of clover yellow mosaic virus RNA determined from cDNA clones contains one major open reading flame (ORF) encoding a protein with an Mr of 28093 (28.1K). A smaller ORF, in frame with the major one, is also present and encodes a 23.5K protein which is similar in size to the capsid protein of the virus and has several sequence similarities with the coat proteins of four other potexviruses. The smaller ORF is probably used for the expression of the coat protein because the capsid subgenomic mRNA probably does not include the AUG of the 28.1K protein.
CC¢ CCC AGG AGG CCU M~U C£G AGA ACC AAG CCC AAA UGA AAG AAU GGC CAA P P G G L
Po TL Ap PI Pt ~S ~ ~. r~ S R PQ I s s SL PP S SQ ~T ~'P ~a r P CCU CUU CUC AG: GCC CAC U~A UGA GCA OCU CGA CAC CCU CAC CCU AAC CAU AOA r, UC C~ CCU AC, U
AUC AGG ACU GCG AGA CCC GUA GAC ~U UGG GUG UAU A (POLY A 50-100) (Fig. 1) . Several smaller ORFs were also found (data not shown) but none was found to overlap that of the coat protein.
The non-coding region of the 3' terminus of CYMV RNA [upstream of the poly(A) tail] is 138 nucleotides long (Fig. 1) . Its nucleotide composition is about 27~ for each of C, A and U and only 19 ~ of G. The non-coding region contained a putative polyadenylation signal AAUAAA located at about 110 nucleotides from the poly(A) tail. The organization of the 3' end region of CYMV RNA described here is similar to that of other potexviruses and other plant RNA viruses. The position of this putative polyadenylation signal is much farther from the beginning of the poly(A) tail than it is in eukaryotic messenger RNAs in which the AAUAAA is usually 10 to 30 nucleotides upstream from poly(A) (Nevins, 1983) , or in white clover mosaic virus (WC1MV) RNA [13 nucleotides upstream from poly(A) (Harbison et al., 1988) ]. However AAUAAA is 124 nucleotides upstream of poly(A) in PMV RNA (AbouHaidar, 1988) , but is absent from PVX RNA (Morozov et al., 1983) ; thus the role of this putative signal in these RNAs is not clear.
The CYMV coat protein has a relatively hydrophilic C-terminal half and a relatively hydrophobic N-terminal half. Two prominent hydrophilic regions (amino acids 110 to 140 and 155 to 190) were found near the C terminus and there is a relatively basic core region (amino acids 93 to 116) containing five arginine and two lysine residues. Several other clusters of acidic and basic regions are also found (e.g. amino acids 129 to 174; Fig. 2 ). The relative positions of certain arginine and/or lysine residues are conserved in the coat protein sequences of five potexviruses (positions 99, 129, 133, 157 and 194 in CYMV; Fig. 2) . Possibly these basic amino acids are involved in binding to the negatively charged phosphates of the RNA. (Fig. 2) . When the algorithm of Lipman & Pearson (1985) (which takes into consideration not only the identical amino acids but also those amino acid replacements which occur more frequently in evolution) is used to compare the potexvirus coat protein sequences, the homology becomes very noticeable. Most similarities were in the central and C-terminal regions. All coat proteins, with the exception of that of WC1MV, contain one or several proline residues at, or very close to, the C terminus (Fig. 2) 
